RESULT 2 
AAH25119 

ID AAH25119 standard; DNA; 1074 BP. 
XX 

AC AAH25119; 
XX 

DT 22-AUG-2001 (first entry) 
XX 

DE Nucleotide sequence of a human kinase polypeptide. 
XX 

KW Human; kinase; human disease; human disorder; ss . 
XX 

OS Homo sapiens. 
XX 

FH Key Location/Qualifiers 
FT CDS 1..1074 
FT /*tag= a 

FT /transl_except= " (pos : 838.. 843, aa: Ala)" 

FT /product = "kinase" 

XX 

PN WO200142435-A2. 
XX 

PD 14-JUN-2001. 
XX 

PF 07-DEC-2000; 2000WO-US33240 . 
XX 

PR 07-DEC-1999; 99US-0169428 . 
XX 

PA (LEXI-) LEXICON GENETICS INC. 
XX 

PI Donoho G, Scoville J, Turner CA, Friedrich G, Zambrowicz B; 

PI Abuin A, Sands AT; 

XX 

DR WPI; 2001-381667/40. 
DR P-PSDB; AAB84360 . 
XX 

PT Novel isolated human kinase polynucleotide that shares structural 

PT similarity with animal kinases including calcium/ calmodulin -dependent 

PT protein kinases and serine/threonine protein kinases, useful in 

PT therapeutics 

XX 

PS Disclosure; Page 30-31; 32pp; English. 
XX 

CC The present sequence encodes a kinase polypeptide. The kinase 
CC polynucleotides and polypeptides are useful in therapeutic, diagnostic 
CC and pharmacogenic applications. They are useful for the detection of 
CC mutant kinases, or inappropriately expressed kinases for the diagnosis 
CC of a disease or disorder. They are useful for screening for drugs (or 
CC high throughput screening of combinatorial libraries) effective in the 
CC treatment of symptomatic or phenotypic manifestations of that disease 
CC or disorder. The polynucleotide sequence is useful as a source of 
CC probes and primers, which can be used to screen libraries, isolate 
CC clones, and prepare cloning and sequencing templates. 
XX 

SQ Sequence 1074 BP; 313 A; 258 C; 276 G; 227 T; 0 Other; 

Query Match 100.0%; Score 1074; DB 22; Length 1074; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 1074; Conservative 0; Mismatches 0; Indels 0; Gaps 0 
Qy 1 ATGGCCCGGGAGAACGGCGAGAGCAGCTCCTCCTGGAAAAAGCAAGCTGAAGACATCAAG 60 



Db 



1 




Qy 



61 



AAGATCTTCGAGTTCAAAGAGACCCTCGGAACCGGGGCCTTTTCCGAAGTGGTTTTAGCT 120 



Db 



61 




Qy 



121 



GAAGAGAAGGCAACTGGCAAGCTCTTTGCTGTGAAGTGTATCCCTAAGAAGGCGCTGAAG 180 



Db 



121 




Qy 


181 


GGCAAGGAAAGCAGCATAGAGAATGAGATAGCCGTCCTGAGAAAGATTAAGCATGAAAAT 


240 




1 1 1 II 1! 1 1 1 1 1 Ml II 1 1 1! 1 1 II 1 11 1 1 1 1 1 1 1 1 1 1 1 II 1 II II 1 II I II 1 1 1 1! II 1 




Db 


181 


GGCAAGGAAAGCAGCATAGAGAATGAGATAGCCGTCCTGAGAAAGATTAAGCATGAAAAT 


240 


Qy 


241 


ATTGTTGCCCTGGAAGACATTTATGAAAGCCCAAATCACCTGTACTTGGTCATGCAGCTG 


300 




II II II II 1 MM 1 1 II Ml 1 1 Ml 1 II 1 1 1 1 II 1 1 1 1 1 III 1 1 II 1 1 1 II 1 1 II 1 1 II 1 




Db 


241 


ATTGTTGCCCTGGAAGACATTTATGAAAGCCCAAATCACCTGTACTTGGTCATGCAGCTG 


300 


Qy 


301 


GTGTCCGGTGGAGAGCTGTTTGACCGGATAGTGGAGAAGGGGTTTTATACAGAGAAGGAT 


360 




II II MM 1 1 M II 1 III 1 1 II 1 M III 1 1 1 II II 1 II 1 II M M M 1 1 II II 1 1 II Ml 




Db 


301 


GTGTCCGGTGGAGAGCTGTTTGACCGGATAGTGGAGAAGGGGTTTTATACAGAGAAGGAT 


360 


Qy 


361 


GCCAGCACTCTGATCCGCCAAGTCTTGGACGCCGTGTACTATCTCCACAGAATGGGCATC 


420 




II III II M MM 1 1 II 1 Ml 1 MM II II 1 II M II II II III II 1 II II II 1 II Ml 1 




Db 


361 


GC C AGC ACTCTG AT C CGC CAAGT CTTGG ACGCCGTGT ACTAT CT CC AC AG AATGGG CATC 


420 


Qy 


421 


GTCCACAGAGACCTCAAGCCCGAAAATCTCTTGTACTACAGTCAAGATGAGGAGTCCAAA 


480 






II II 1 1 II 1 1 II II 1 II 1 1 1 M II 1 II 1 II 1 Ml 1 1 II Ml II 1 II II 1 II 1 1 1 1 II 1 II 




Db 


421 


GTCCAC AG AG ACC T C AAG C CCG AAAATCT CTTGT ACT AC AGT C AAG ATG AGG AGTCC AAA 


480 


Qy 


481 


ATAATGATCAGTGACTTTGGATTGTCAAAAATGGAGGGCAAAGGAGATGTGATGTCCACT 


540 






MMII IIIIMM lllllll IMMM II III 1 MMMMMIMM II II MM Ml 




Db 


481 


ATAATGATCAGTGACTTTGGATTGTCAAAAATGGAGGGCAAAGGAGATGTGATGTCCACT 


540 


Qy 


541 


GC CTGTGG AACTCC AGGCT ATGT CG CTCCTGAAGT C CTCGC C C AGAAAC CTT AC AGC AAA 


600 




II II MMII II M 1 II II II II II M II II II II MM II M 1 II M 1 Ml 1 II II II 1 




Db 


541 


GCCTGTGGAACTCCAGGCTATGTCGCTCCTGAAGTCCTCGCCCAGAAACCTTACAGCAAA 


600 


Qy 


601 


GCCGTTGACTGCTGGTCCATCGGAGTGATTGCCTACATCTTGCTCTGCGGCTACCCTCCT 


660 






MMII MMMM IMMM MMMII Ml MIMMMMMMMM MINIMI 




Db 


601 


GCCGTTGACTGCTGGTCCATCGGAGTGATTGCCTACATCTTGCTCTGCGGCTACCCTCCT 


660 


Qy 


661 


TTTTATGATGAAAATGACTCCAAGCTCTTTGAGCAGATCCTCAAGGCGGAATATGAGTTT 


720 






MMMMMMMMMMMMMMMMMMMMIMMMMMMMMMI 




Db 


661 


TTTTATGATGAAAATGACTCCAAGCTCTTTGAGCAGATCCTCAAGGCGGAATATGAGTTT 


720 


Qy 


721 


GACTCTCCCTACTGGGATGACATCTCCGACTCTGCAAAAGACTTCATTCGGAACCTGATG 


780 






II 1 1 M 1 II III II Ml 1 1 M II II 1 1 1 1 II II II 1 II 1 II Ml II M 1 II 1 1 III Ml 




Db 


721 


GACTCTCCCTACTGGGATGACATCTCCGACTCTGCAAAAGACTTCATTCGGAACCTGATG 


780 


Qy 


781 


GAGAAGGACCCGAATAAAAGATACACGTGTGAGCAGGCAGCTCGGCACCCATGGATCGCT 


840 






1 M 1 M II II : 1! 1: ' ,1 II II 1 II ' 




Db 


781 


GAGAAGGACCCGAATAAAAGATACACGTGTGAGCAGGCAGCTCGGCACCCATGGATCGCT 


840 


Qy 


841 


GGTG AC ACAG CC CTCAAC AAAAAC AT CC ACGAGTC CGTC AG CGCCC AG ATC CGG AAAAAC 


900 






M M II M 1 : M M II II II 1 M . 1 M 




Db 


841 


GGTGACACAGCCCTCAACAAAAACATCCACGAGTCCGTCAGCGCCCAGATCCGGAAAAAC 


900 


Qy 


901 


TTTGCCAAGAGCAAATGGAGACAAGCATTTAATGCCACGGCCGTCGTGAGACATATGAGA 


960 


Db 


901 


M M M 1 M 1 M M M M M M II M M M M 1 M M 1 M M M M M M 1 M M M II 1 

''■viviiii ii iiitiii 111111111 ill ii ii iiifiiiiitirii ii ii ill I 11 ■ 

TTTGCCAAGAGCAAATGGAGACAAGCATTTAATGCCACGGCCGTCGTGAGACATATGAGA 


960 


Qy 


961 


AAACTACACCTCGGCAGCAGCCTGGACAGTTCAAATGCAAGTGTTTCGAGCAGCCTCAGT 


1020 






II M II II 1 1 II II 1 II 1 1 II II II II M II 1 1 II 1 II 1 II M II III Mill 1 M 1 M 1 




Db 


961 


AAACTACACCTCGGCAGCAGCCTGGACAGTTCAAATGCAAGTGTTTCGAGCAGCCTCAGT 


1020 


Qy 


1021 


TTGGCCAGCCAAAAAGACTGTGCGTATGTAGCAAAACCAGAATCCCTCAGCTGA 1074 








Mill 1 MM 1 MM 1 II 1 1 II II 1 II II II II II MM 1 1 Ml 1 1 M Ml II 1 




Db 


1021 


TTGGCCAGCCAAAAAGACTGTGCGTATGTAGCAAAACCAGAATCCCTCAGCTGA 10 74 





RESULT 3 
AF286366 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



CDS 



BASE COUNT 
ORIGIN 



AF286366 1579 bp mRNA linear PRI 17-AUG-2000 

Homo sapiens CamKI-like protein kinase mRNA, complete cds . 
AF286366 

AF286366.1 GI:9837340 

Homo sapiens . 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 1579) 

Verploegen, S . , Koenderman, L . and Coffer, P.J. 

Identification and characterization of CKLiK: a novel granulocyte 
Ca2+/ calmodulin- dependent kinase 
Blood (2000) In press 

2 (bases 1 to 1579) 
Verploegen, S. and Coffer, P .J. 
Direct Submission 

Submitted (11- JUL-2000) Dept. Pulmonary Diseases, University 
Medical Center Utrecht, Heidelberglaan 100, Utrecht 3584 CX, The 
Netherlands 

Location/ Qualifiers 

1. .1579 

/ organ ism=" Homo sapiens" 
/db_xref="taxon:9606" 
/cell_type= " eosinophil " 
88. .1161 
/note= "CKLiK" 
/codon_start=l 

/products "CamKI-like protein kinase" 
/protein_id="AAG00534 . 1" 
/db_xref ="GI : 9837341" 

/translation^" MARENGESSSSWKKQAEDIKKIFEFKETLGTGAFSEWLAEEKA 
TGKLFAVKC I PKKALKGKESS I ENE IAVLRKI KHENI VALEDI YESPNHLYLVMQLVS 
GGEL FDRI VE KGF YTE KD AS T L I RQ VLDAVYYLHRMG I VHRDLKP ENLL YYSQD E E S K 
IMISDFGLSKMEGKGDVMSTACGTPGYVAPEVLAQKPYSKAVDCWSIGVIAYILLCGY 
P P F YDEND S KLF EQ I L KAE YE FD S P YWDD I S D S AKD F I RNLME KD PNKR YTCE QAARH 
PWIAGDTALNKNIHESVSAQIRKNFAKSKWRQAFNATAWRHMRKLHLGSSLDSSNAS 
VSSSLSLASQKDCAYVAKPESLS " 
422 a 414 c 415 g 328 t 



Query Match 100.0%, 
Best Local Similarity 100.0%; 
Matches 1074; Conservative 



Score 1074; DB 9; Length 1579; 
Pred. No. 6.3e-301; 
0 ; Mismatches 0 ; Indels 0 ; 



Gaps 



0; 



Qy 


l 


Db 


88 


Qy 


61 


Db 


148 


Qy 


121 


Db 


208 


Qy 


181 


Db 


268 


Qy 


241 


Db 


328 


Qy 


301 


Db 


388 



ATGGCCCGGGAGAACGGCGAGAGCAGCTCCTCCTGGAAAAAGCAAGCTGAAGACATCAAG 6 0 

llllllillllltlllllllll Mill II lllllllllllllllltllll INI III Ml 

ATGGCCCGGGAGAACGGCGAGAGCAGCTCCTCCTGGAAAAAGCAAGCTGAAGACATCAAG 14 7 
AAGATCTTCGAGTTCAAAGAGACCCTCGGAACCGGGGCCTTTTCCGAAGTGGTTTTAGCT 120 

millllMMIMIIIIIIIMIIIII imilllllllll! I MM MIIIIIIMI 

AAGATCTTCGAGTTCAAAGAGACCCTCGGAACCGGGGCCTTTTCCGAAGTGGTTTTAGCT 207 
GAAGAGAAGGCAACTGGCAAGCTCTTTGCTGTGAAGTGTATCCCTAAGAAGGCGCTGAAG 180 

Mi ! I M 1 1 1 1 1 1 1 ! I ! j 1 1 f I i i i 1 1 f ] 1 1 M 1 1 1 1 1 1 ! I i I f 1 1 [ 1 1 M 11 ] I 

GAAGAGAAGGCAACTGGCAAGCTCTTTGCTGTGAAGTGTATCCCTAAGAAGGCGCTGAAG 267 
GG CAAGGAAAG C AGCATAGAGAATG AG AT AG CCGTCCTG AG AAAGATTAAGCATGAAAAT 240 

in in 1 1 iii ii 1 1 in mi ii in ii mi mi it 1 1 n mm iiiii ii mi hi 

GGCAAGGAAAGCAGCATAGAGAATGAGATAGCCGTCCTGAGAAAGATTAAGCATGAAAAT 327 
ATTGTTGCCCTGGAAGACATTTATGAAAGCCCAAATCACCTGTACTTGGTCATGCAGCTG 300 

I I M M 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 M I II M j I M 1 1 1 1 i I ! M 1 1 1 ! 1 1 M 1 1 1 ! 

ATTGTTGCCCTGGAAGACATTTATGAAAGCCCAAATCACCTGTACTTGGTCATGCAGCTG 387 
GTGTCCGGTGGAGAGCTGTTTGACCGGATAGTGGAGAAGGGGTTTTATACAGAGAAGGAT 360 

I I I M 1 1 II M 1 1 II M 1 1 1 M I M 1 1 II M 1 1 M 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 M 1 1 1 1 

GTGTCCGGTGGAGAGCTGTTTGACCGGATAGTGGAGAAGGGGTTTTATACAGAGAAGGAT 447 



Qy 361 GCCAGCACTCTGATCCGCCAAGTCTTGGACGCCGTGTACTATCTCCACAGAATGGGCATC 420 

I MMIIII MlllllilllM 1 1 1 1 II M i 1 1 ' ! 1 1 Ml M II i : :i 1 1 1 1 1 1 1 1 h 1 1 

Db 448 GCCAGCACTCTGATCCGCCAAGTCTTGGACGCCGTGTACTATCTCCACAGAATGGGCATC 507 

Qy 421 GTCCACAGAGACCTCAAGCCCGAAAATCTCTTGTACTACAGTCAAGATGAGGAGTCCAAA 4 80 

I IIMIIIIMIIIMIIIIIIII! Illlllllllllllllllllllll lllillllll 

Db 508 GTCCACAGAGACCTCAAGCCCGAAAATCTCTTGTACTACAGTCAAGATGAGGAGTCCAAA 567 

Qy 481 ATAATGATCAGTGACTTTGGATTGTCAAAAATGGAGGGCAAAGGAGATGTGATGTCCACT 540 

I I lllillllll I Mill 1 1 Mill I MINI IIMIIIMI HIM 1 1 MM || HIM 

Db 568 ATAATGATCAGTGACTTTGGATTGTCAAAAATGGAGGGCAAAGGAGATGTGATGTCCACT 627 

Qy 541 GCCTGTGGAACTCCAGGCTATGTCGCTCCTGAAGTCCTCGCCCAGAAACCTTACAGCAAA 600 

limillllMIIIIIIIIIIIIIIIIIIIIIIM Illlllllllllllllllllllll 

Db 628 GCCTGTGGAACTCCAGGCTATGTCGCTCCTGAAGTCCTCGCCCAGAAACCTTACAGCAAA 687 

Qy 601 GCCGTTGACTGCTGGTCCATCGGAGTGATTGCCTACATCTTGCTCTGCGGCTACCCTCCT 660 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIM 
Db 688 GCCGTTGACTGCTGGTCCATCGGAGTGATTGCCTACATCTTGCTCTGCGGCTACCCTCCT 747 

Qy 661 TTTTATGATGAAAATGACTCCAAGCTCTTTGAGCAGATCCTCAAGGCGGAATATGAGTTT 720 

1 1 1 1 1 mini iiiiiiMiiiiiiiiiiiiiiiii inn 

Db 74 8 TTTTATGATGAAAATGACTCCAAGCTCTTTGAGCAGATCCTCAAGGCGGAATATGAGTTT 807 

Qy 721 GACTCTCCCTACTGGGATGACATCTCCGACTCTGCAAAAGACTTCATTCGGAACCTGATG 780 

MIMIMMMMMMMMIIMIMIMMIIIMIMIIIMIMIMMIIMI 

Db 80 8 GACTCTCCCTACTGGGATGACATCTCCGACTCTGCAAAAGACTTCATTCGGAACCTGATG 867 

Qy 781 GAGAAGGACCCGAATAAAAGATACACGTGTGAGCAGGCAGCTCGGCACCCATGGATCGCT 84 0 

INI Hill II lllll II Mill III II Ml I III II III llll II lllillllll Mil 

Db 868 GAGAAGGACCCG AATAAAAGATACACGTGTGAGCAGGC AG CTCGG CAC CCATGGATCGCT 927 ' 

Qy 841 GGTGACACAGCCCTCAACAAAAACATCCACGAGTCCGTCAGCGCCCAGATCCGGAAAAAC 900 

M 1 1 1 1 f 1 1 i 1 1 f I i I f 1 1 M I M f I i 1 1 1 M 1 1 f f 1 1 1 1 1 1 1 i M 1 1 M 1 i 1 1 1 ( f 1 1 1 

Db 92 8 GGTGACACAGCCCTCAACAAAAACATCCACGAGTCCGTCAGCGCCCAGATCCGGAAAAAC 987 

Qy 901 TTTGC C AAGAGCAAATGGAGACAAGCATTTAATGCCACGG CCGTCGTGAGAC AT ATGAG A 960 

III Mill II I Mill 1 1 Mil I Mill I III I II III I Ml MM MUM MM I Ml 

Db 988 TTTGCCAAGAGCAAATGG AGAC AAGCATTTAATGC CACGG CCGTCGTGAGAC AT ATGAG A 104 7 

Qy 961 AAACTACACCTCGGCAGCAGCCTGGACAGTTCAAATGCAAGTGTTTCGAGCAGCCTCAGT 1020 

1 1 1 1 M M 1 1 M M 1 1 1 1 1 M 1 1 M 1 1 1 1 1 1 M 1 1 1 1 II 1 1 1 1 1 II I M I M 1 1 M 1 1 1 1 

Db 104 8 AAACTACACCTCGGCAGCAGCCTGGACAGTTCAAATGCAAGTGTTTCGAGCAGCCTCAGT 1107 

Qy 1021 TTGGCCAGCCAAAAAGACTGTGCGTATGTAGCAAAACCAGAATCCCTCAGCTGA 1074 

1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ii 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 1108 TTGGCCAGCCAAAAAGACTGTGCGTATGTAGCAAAACCAGAATCCCTCAGCTGA 1161 



